Introduction

67
Arboviruses are predominantly RNA viruses that replicate in hematophagous (blood-68 sucking) arthropod vectors such as ticks, mosquitoes and other biting flies to maintain their 69 transmission cycle [1] . These pathogens circulate through sylvatic or enzootic cycles in wild 70 animals causing disease in incidental or dead-end hosts, such as humans, in spill-over events appear to have been associated with an increased incidence of more acute presentation of the 84 disease, with an increase in morbidity and possibly mortality [7, 8] . 16.29 to Ct 31.29, corresponding to 10 9 and 10 5 estimated genome copies per ml (Table 1) .
196
All samples were subject to DNase digestion prior to reverse-transcription and SISPA. In between 219,000 and 2,070,000 paired-end reads per sample (Table 1) . genome coverage achieved are due to both differences in total reads generated per sample
264
(not normalised between platforms) as well as differences in average individual read length.
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Average read lengths in Nanopore data ranged from 564 to 886 bp (Table 2 ). 
Metagenomic data analysis and co-infection
280
The data presented clearly demonstrate that direct metagenomic sequencing of serum and Kraken analysis also allowed for the identification of a DENV co-infection in sample CHIKV and turnaround-time. Coverage at 20x for CHIKV was above 99% for both kits, and for
329
DENV was 95.04% from the 1D 2 and 81.09% from the Rapid kit (Table 4) . Coverage depth 330 across the genome for both viruses can be found in Figure 6 , presenting a similar pattern of 331 coverage independent of the kit used. De novo assembly of the data (Table 4) Table 1 for total read numbers. Supplementary Figure 1 
